. Galaxy enables life scientists to perform bioinformatics analysis using the large and varied datasets now being generated in biomedical research. It does this without requiring researchers to learn Linux system management, scripting, or command line interfaces.
In addition to making these methods accessible to bench researchers, Galaxy also enables sharing, reproducibility and transparency in research. Galaxy features a robust history mechanism that automatically and unobtrusively records all data, metadata, and analysis steps, allowing the analysis to be shared and published, and run again with the same or different data. The platform also supports creation of reusable pipelines, either de novo, or by extracting them from existing analyses. This talk will introduce Galaxy and then focus on what the project is doing to scale to support complex analysis in experiments with hundreds or even thousands of samples and datasets. It also includes a discussion on the challenges faced, and how they are being addressed
